
Supplemental Table 1.  RNA sequencing statistics 
Carbon 
Source1 

 
Replicate 

Reads 
(million) 

 
N (%)2 

 
Q20 (%)3 

 
GC (%) 

Genome 
coverage4 

Glucose 1 46.9 0.071 96.2 36.6 166x 
Glucose 2 41.5 0.070 96.1 36.5 147x 

CAA 1 42.6 0.071 96.2 35.9 151x 
CAA 2 49.5 0.071 96.5 35.8 175x 

Glutamate 1 44.1 0.069 96.5 36.1 156x 
Glutamate 2 39.3 0.072 96.6 35.3 139x 
αKG 1 47.2 0.071 96.2 36.1 167x 
αKG 2 43.1 0.071 96.5 35.8 152x 

1.  The media was minimal YNB with 0.5% ammonium sulfate and 2% of the indicated 
compound. 
2.  Percentage of uncalled bases. 
3.  Percent of reads at Q20 (~99% accurate base calling) or higher. 
4.  Based on a diploid genome size of 28.6 Mbp (per Candida Genome Database). 


